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Raw automated sequence output from a clone containing a single size-selected concatamer insert using a 
standard sequencing primer hybridising adjacent to the insert site: 

NTNGAC TC CTATAGGGC GAATTGGGCCCTC TAGACCC AGATGC AGATC AGAAC GAGC AGAGTGAGTCTAGAC TC AC TC TG 
C TGGTTTTC ATAGGC ATCC TGGTCTAGAC C ATC AATACGATGAAAAC CC GC AGAGTGAGTC TAGACC AAAC GC C GGAGTA 
AAACTAGCAGAGTGAGTCTAGACTCACTCTGCTCAGTTTCATCGGGTTCCTGGTCTAGACTCACTCTGCTCAGTTTCATC 
GTTCGCCTGGTCTAGATGCATGCTCGAGCGGCCGCCAGTGTGATGGATATCTGCAGAATTCCAGCACACTGGCGGCCGTT 




Annotated sequence output to show the Xbal sites (underlined) that define the junctions between the 37 bp 
fragments resulting from digestion of the original PGR product. The 21 bp variable insert sequences from each 
phage are shown in bold; this clone contains six ligated fragments: 

NTNGACTCC TATAGGGC GAATTGGGCC C TC TAGA CCCAGATGCAGATCAGAACGAGCAGAGTGA GTC TAGA CTC ACTC TG 
CTGGTTTTCATAGGCATCCTGGTCTAGACCATCAATACGATGAAAACCCGCAGAGTGAGTCTAGACCAAACGCCGGAGTA 



AAACTAGCAGAGTGAGTC TAGAC TC ACTCTGCTCAGTTTCATCGGGTTCCTGGTC TAGACTC AC TC TGCTCAGTTTCA.TC 



GTTCGCCTGGTCTAGATGCATGCTCGAGCGGCCGCCAGTGTGATGGATATCTGCAGAATTCCAGCACACTGGCGGCCGTT 



Translation of the 21 bp nucleotide sequences into 7-amino acid residue peptide sequences identifies the 
collective set of peptide sequences capable of binding the target in the original selection experiment: 

ARSDLHL 
AGFHRHP 
AGFHRID 
ASFTPAF 
AQFHRVP 
AQFHRSP 
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